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S19 


286 


((VARNUM) near2 (BRIAN)).inv. OR 
(YVEZINA) near2 (CHRIST inv OR 
((WITTE) near2 (ALISON)). inv. OR 
((QIAN) near2 (XUEMING)).inv. OR 

ffMARTTN'! npar? fFRANri 5 ^ inv 

OR ((HUANG) near2 (HAICHUN)). 
inv. OR ((ELLIOTT) near2 (GARY)), 
inv. 


US-PGPUB; 
USPAT 


OR 


OFF 


2007/02/26 14:56 


S24 


26201 


interleukin-1 OR il-1 or ill 


US-PGPUB; 
USPAT 


OR 


OFF 


2007/02/26 18:53 


S27 


3 


S25 and S19 


US-PGPUB; 

USPAT; 

DERWENT 


OR 


OFF 


2007/02/26 15:05 






finrprlpi ikin-1 <fcfi aHi rprpnrn^ 

^11 lid ICUMII X4>U QUJ IClvCfJlAJI J 


U^-PRPUB" 

\j +j rvjr uUf 

USPAT 


OR 


OFF 

vl 1 


2007/02/26 15*47 


can 


■?1 Q1 Q 


^aomains wnn ozij or ^Lriiru wiui 
domains) or (domains with three) or 
(domain with S21) or (third with 
domain) or (domain with three) 


1 ic_pr;p| ir. 

UD rOrUD, 

USPAT 


OR 

WIN. 


OFF 
urr 


C\j\J 1 1 \JC-I £-\J 1J. JJ 


S41 


669 


S40 and S35 and S24 


US-PGPUB; 
USPAT 


OR 


OFF 


2007/02/26 15:53 


S67 


95 


((Schreuder) near2 (Herman)). inv. 
OR ((Tardif) near2 (Chantal)).inv. 
OR ((Trump-Kallmeyer) near2 
(Susanne)).inv. OR ((Soffientini) 
near2 (Adolpho)).inv. OR ((Sarubbi) 
near2 (Edoardo)).inv. OR ((Akeson) 
near2 (Ann)). inv. OR ((Bowlin) 
ncarz ^ i erry jj.inv. \jx\ \\ TaiiuibKyj 
near2 (Stephen)).inv. OR ((Barrett) 
near2 (Ronald)). inv. 


US-PGPUB; 

USPAT; 

DERWENT 


OR 


OFF 


2007/03/01 15:15 


JO? 




il-1 nr intprlpukin-1 or "il-l "4 

ii x yj\ ii i lci icu r\ii i x ui ii x« >p 


US-PGPUB' 

USPAT; 

DERWENT 


OR 


OFF 


2007/03/01 15:16 


S70 


17 


S69 and S67 


US-PGPUB; 

USPAT; 

DERWENT 


OR 


OFF 


2007/03/01 15:16 
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1 . * 

Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.15 [Oct-15-2006] 
Matrix [BLOSUM62 ▼ | gap open:|n gap extension: |l~ 

x_dropoff: |i5 expect:li p.000( wordsize: [3 t Filter T View option | Standard V] 
Masking character option |X for protein, n for nucleotide Masking color option j Black T] 
r Show CDS translation j AMgrS | 



Sequence 1: lcl|l_SIN14=27F2_Hc 
Length = 139 (1 139) 

Sequence 2: lcl|2_SIN16=15C4^Hc 
Length = 137 (1 .. 137) 





-yy# 



NOTE:Bitscore and expect value are calculated based on the size of the nr database. 

CD** 

Score = 140 bits (354), Expect = le-32 / 
Identities = 69/130 (53%), Positives = 95/130 (73%), Gaps X 2/130 (1%) 

LVALLRGVQCQVQLVESGGGWQPGRSLRLSCAVSGFTFS NYGMH rfVRQAPGKGLEWW A 69 
L+A+L+GV +VQL++SG V +PG SL++SC SG++FS + + tfVRQ PGKGLEW+ 
LLAVLQGVCAEVQLMQSGAEVKKPGESLKISCKGSGYSFS FHWIA WVRQMPGKGLEWMC I 69 



Query 


10 


Sbjct 


10 


Query 


70 


Sbjct 


70 


Query 


130 


Sbjct 


128 



JQGVCA 



IWNDGENKH^GSVRGRFTISRDNSKNTLYLQMNSLRAEDTAWYG^GRYFDWLLFE 
I + ++ S +G+ TIS DNS + YLQ +SL+A DTA+Y+ 

I HPGASDTK YS PS FQGQVT I S ADNSNS AT YLQWS SLKASDTAM YF< 



GQGTLVTVSS 




129 



YW 127 



CPU time: 

Lambda 
0.323 

Gapped 
Lambda 



0.02 user sees, 

K H 
0.137 0.448 



K 



0.00 sys. sees 



0.02 total sees. 



• / . « 4 



PubMed 



Blast 2 Sequences results 

Entrez BLAST OMIM Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.15 [Oct-15-2006] 

Matrix I BLOSUM62 ]gj 

gap open:|n gap extension: fT" ; 
x_dropoff: |50 expect:|l 0 00fr wordsize: [3 Filter F View option [Standard 
Masking character option [X forjjrotein, n for nucleotide ▼ ! Masking color option (Black ^ 
F Show CDS translation ^ Align J 



Sequence 1: lcl|l_SIN10=26F5_Hc 
Length = 139(1 139) 

Sequence 2: lcl|2_SIN16=15C4_Hc 
Length = 137 (1 137) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 136 bits (342) , Expect = 4e-31 

Identities = 67/130 (51%) , Positives = 94/130 (72%), Gap 



Query -10 

Sbjct 10 

Query 70 

Sbjct 70 



LVALLRGVQCQVQLVESGGGWQPGRSLRLSCAASGFTFS sTYGMH WRQAPGKGLEWW G 69 



L+A+L+GV +VQL++SG V +PG SL++SC SG++FS 
LLAVLQGVCAEVQLMQSGAEVKKPGESLKISCKGSGYSFS 



lap/ = 2/130 (1%) 



+ + TVRQ PGKGLEW+ 
?HYIIA WRQMPGKGLEWMC^ 6 9 



IWITOGINKYIJAHSWGRFTISRDNSKNTLYLQMNSPRAEDTAVYYCAR kRSFDWLLFEIJW 129 

+ .S +G+ TIS DNS + YLQ + S +A DTA+Y+CAR : 
IHPGASDTR^SPSFQGQVTISADNSNSATYLQWSSLKASDTAMYFCAR 2RELDY- -4FDYW 127 



Query 13 0 GQGTLVTVSS 13 9 

GQGTLVTVSS . 
Sbjct 128 GQGTLVTVSS 137 



cJ>£3 



CPU time: 0.02 user sees. 0.00 sys . sees 0.02 total sees. 

Lambda K . H 

0.323 0.136- 0.448 

Gapped 

* LSmbda^^i^K^; f % H 



pg^^ I Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.15 [Oct-15-2006] 



Matrix |BLOSUM62 JT^J gap open:|_1J J gap extension: h | 
x_dropoff: [SO j expect :|iq.000( wordsize: |3 j Filter G View option JStandard^ 



Masking character option [ X for protein, n fo r nucleotide p | Masking color option jBlackK 



T Show CDS translation Align 



Sequence 1: lcl|l__SIN10=26F5_Hc 
Length = 139(1 139) 

Sequence 2: lci|2_SIN14=27F2_Hc 
Length = 139(1 .. 139) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 271 bits (694) , Expect = 5e-72 

Identities = 130/13? (93%), Positives = 132/139 (94%), Gaps = 0/139 (0%) 

Query 1 MEFGLSWVFLVALLRGVQCQVQLVESGGGWQPGRSLRLSCAASGFTFSNYGMHWVRQAP 6 0 

MEFGLSWVFLVALLRGVQCQVQLVESGGGWQPGRSLRLSCA SGFTFSNYGMHWVRQAP 
Sb j Ct 1 MEFGLSWVFLVALLRGVQCQVQLVESGGGWQPGRSLRLSCAVSGFTFSNYGMHWVRQAP 60 

Query 61 GKGLEWAGIWNDGINKYHAHSVRGRFTISRDNSKNTLYLQMNSPRAEDTAVYYCARARS 12 0 

GKGLEWVA IWNDG NK+HA SVRGRFTI SRDNSKNTLYLQMNS RAEDTAVYYCAR R 
Sbj Ct 61 GKGLEWVAAIVmDGENKHHAGSWGRFTISRDNSKNTLYLQN^SLRAEDTAVYYCARGRY 12 0 

Query 121 FDWLLFEFWGQGTLVTVSS 13 9 

FDWLLFE + WGQGTLVTVS S 
Sbjct 121 FDWLLFE YWGQGTLVTVSS 13 9 



CPU time: 0.02 user sees. 0.01 sys . sees 0.03 total sees. 

Lambda K H 

0.323 0.136 0.448 

Gapped 

Lambda K H 



N.CBI 



PubMed 



Blast 2 Sequences results 

Entrez BLAST OMIM Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.15 [Oct-15-2006] 



Matrix [BLOSUM62 R | 

gap open:|n J gap extension: [T 
x_dropoff: |50 expect :|lOjO?i wordsize: |3 j Filter □ View option | Standard 



Masking character option |X forprotein, n for nucleotide jg ( Masking color option | Black K| 
T Show CDS translation ■ Align 



m 



Sequence 1: lcl|l_SIN12=26F5/27F2_Lc 
Length = 128 (1 .. 128) 



Sequence 2: lcl|2_SIN18=15C4_Lc 
Length = 126(1 126) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 166 bits (420), Expect = 3e-40 

Identities = 83/126 (65%), Positives = 101/126 (80%), Gaps =1/126 (0%) 
Query 3 
Sbjct 2 
Query 63 
Sbjct 62 



APAQLLFLLLLWLPDTTGE I VLTQS PATLSLS PGERATLS C RASQSVSSYL2 WYQQKPGQ 62 
+P+QL+ LLLW+P + GEIVLTQSP S+ + P E+ T++C*ASQS+ S L WYQQKP Q 
SPSQLIGFLLLWVPASRGEI VLTQS PDFQSVTPKEKVTITC RASQSIGSSLF WYQQKPDQ 61 



+P+LLI 



+3+P+RFSGSGSGTDFTLTI+SLE ED A YYC 



SPKLLIK YASQSFS 3VPSRFSGSGSGTDFTLTINSLEAEDAAAYYC iQSSSL- PLT TGGG 12 0 



Query 123 TKVEIK 128 

TKVEIK 
Sbjct 121 TKVEIK 126 



APRLLITOASNRAIpI PARFSGSGSGTDFTLTI S SLEPEDFAVYYcfeQRSNWPPLn FGGG 122 



Q S+ PLIFGGG 



c0^3> 



CPU time: 



0.02 user sees. 



0.00 sys. sees 



0.02 total sees. 



Lambda K H 

0.316 0.132 0.400 



Gapped 
Lambda 



K 



H 



